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66 agtg Gc gAtG gc a 

: IPiSimilsfs 

: *^*CTATCGGAAAAACCAGATTTAATTGTACTTGATTT^ 
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CCT TAAT GAACACCTT CCGGATAT _ 
CCT TAAT GAACACCT T CCGGATAT Cl 
CCT TAAT GAACACCTT CCGGATAT C 
CCT TAAT GAACACCTT CCGGATAT C 
CCT TAAT GAACACCTT CCGGATAT _ 
CCT TAAT GAAC ACCT T CCGGATAT Ci 
CCT TAAT GAACACCT T CCGGATAT Cl 



— 1 GAT CCGC GAGC 

GAAGACGGCCTTTCCTTAATACGCCGCT 
GAAGACGGCCTTTCCTTAATACGCqGCT 
GAAEACGGjCCT T TCCT TAATACGCCGCT 
GAAGACGGCCTTTCCJTTAATACGCCGCT 
"GACGGCCTTT CCT TAATACGCCGCT 
GACGGCCTT TCCT TAATACGCCGCT 
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AGT T T GT AAGCGGC 
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Forward (1-18) Beacon #2 (88-112) Reverse (121-138) 
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A. 

GTGACTCTGGTCGACGAACTTAAATAATGCCTGCCTCACCCTCTTTTCTTC 

AGAAAGAGGGTGACTATTTGTCTGGTTTATTAACTGTTTATCCCCAAAGCA 

CCATAATCAACGCTAGACTGTTCTTATTGTTAACACAAGGGAGAAGAGAT 

GATGCGCGTACTGGTTGTAGAGGATAATGCATTATTACGCCACCACCTGA 

AGGTTCAGCTCCAGGATTCAGGTCACCAGGTCGATGCCGCAGAAGATGCC 

AGGGAAGCTGATTACTACCTTAATGAACACCTTCCGGATATCGCTATTGTC 

GATTTAGGTCTGCCGGATGAAGACGGCCTTTCCTTAATACGCCGCTGGCGC 

AGCAGTGATGTTTCACTGCCGGTTCTGGTGTTAACCGCGCGCGAAGGCTG 

GCAGGATAAAGTCGAGGTTCTCAGCTCCGGGGCCGATGACTACGTGACGA 

AGCCATTCCACATCGAAGAGGTAATGGCGCGTATGCAGGCGTTAATGCGC 

CGTAATAGCGGTCTGGCCTCCCAGGTGATCAACATCCCGCCGTTCCAGGT 

GGATCTCTCACGCCGGGAATTATCCGTCAATGAAGAGGTCATCAAACTCA 

CGGCGTTCGAATACACCATTATGGAAACGCTTATCCGTAACAACGGTAAA 

GTGGTCAGCAAAGATTCGCTGATGCTTCAGCTGTATCCGGATGCGGAACT 

GCGGGAAAGTCATACCATTGATGTTCTCATGGGGCGTCTGCGGAAAAAAA 

TACAGGCCCAGTATCCGCACGATGTCATTACCACCGTACGCGGACAAGGA 

TATCTTTTTGAATTGCGCTAATGAATAAATTTGCTCGCCATTTTCTGCGTGT 

CGCTGCGGGTTCGTTTTTTGCTGGCGACAGCCGGCGTCGTGCTGGTGCTTT 

CTTTGGCATATGGCATAGTGGCGCTGGTCGGCTATAGCGTAAGTTTTGATA 

AAACCACCTTTCGTTTGCTGCGCGGCGAAAGC 



CTCCAGGATTCAGGTCACCAGGTCGATGCCGCAGAAGATGCCAGGGAAGC 

TGATTACTACCTTAATGAACACCTTCCGGATATCGCTATTGTCGATTTAGG 

TCTGCCGGATGAAGACGGCCTTTCCTTAATACGCCG 
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